The anterior nares are an important reservoir for opportunistic pathogens and commensal microorganisms. A barcoded Illumina paired-end sequencing method targeting the 16S rRNA V1-2 hypervariable region was developed to compare the bacterial diversity of the anterior nares across distinct human populations (volunteers from Germany vs a Babongo Pygmy tribe, Africa). Of the 251 phylotypes detected, 231 could be classified to the genus level and 109 to the species level, including the unambiguous identification of the ubiquitous Staphylococcus aureus and Moraxella catarrhalis. The global bacterial community of both adult populations revealed that they shared 85% of the phylotypes, suggesting that our global bacterial communities have likely been with us for thousands of years. Of the 34 phylotypes unique to the non-westernized population, most were related to members within the suborder Micrococcineae. There was an even more overwelming distinction between children and adults of the same population, suggesting a progression of a childhood community of high diversity comprising species of Moraxellaceae and Streptococcaceae to an adult community of lower diversity comprising species of Propionibacteriaceae, Clostridiales Incertae Sedis XI, Corynebacteriaceae and Staphylococcaceae. Thus, age was a stronger factor for accounting for differing bacterial assemblages than the origin of the human population sampled.
Fig S1. Correlation co-efficients after comparing aggregated data matrices. The correlation co-efficient (rho) derived when each of the genus-, family-, order-, class-and phylum-level data matrices were compared to the original species-level matrix, as determined by using the RELATE routine in PRIMER. . Maximum-likelihood tree depicting the taxonomic breadth of the 251 phylotypes detected from the anterior nares. The taxonomic breadth of westernized adults () and nonwesternized adults () and non-westernized children (), as represented by complete or near complete 16S rRNA gene sequences from their closest taxonomic relatives available from the SILVA database. GenBank accession numbers are given after each strain name. Branch support values were calculated from 1000 bootstrap re-samplings (values > 85% are given at the nodes). Scale bar represents 5% nucleotide sequence divergence. indicate some stress on the plots, it is deemed acceptable considering that so many samples are being ordinated. 
